Figure 1 



90 



TTTGTGGAGGGCAGCAGA GAGTACCCAGCTGGACATCCrTTCCTGCTGATGAGCCCCAGCCrGGAGGTGCCCTGCTCACATG-CrCTTCCC 
AAACACCTCCCGTCGTCTCTCATGGGTCGACCTGTAGGAAAGGACGACTACTCGGGGTCCGACCTCCACGGGACGAGTGTACGAGAAGGG 

MSPRLEVPCSHALP 

CAGGGTCTCTCGCCTGGGC AGGTCATCATAGTACGGGGACTGGTCTTGCAAGAGCCGAAGCA-TTTACTGTGAGCCTGAGGGACCAGGCr 
GTCCCAGAGAGCGGACCCGTCCAGTAGTATCATGCCCCTGACCAGAACGTTCTCGGCTTCGrAAAATGACACTCGGACTCCCTGGTCCGA 

□ G L S P G Q V [ [ V R G L V L Q £ P :< H F T V 3 L R D Q A 

G CCCATGCTCCrGTGACACTCAGGGGCTCCTTCGCAGACAGAAC-CTGGCC-GGATCTCCCGCTGGGGGCAGAAGAAACTGATCTCAGCC 
CGGGTACGAGGACACTGTGAGTCCCGGAGGAAGCGTCTGTCTTGAGACCGGACCTAGAGGGCGACCCCCGTCTTCTTTGACTAGAGTCGG 

A H A P V T L, R- A 3 F A 0 R r L A W I S R W G Q :< K L [ S A 

CCCrrCCTCT-TTACCCCCAGAGATTCTTTGAGGTGCTGCTCCrGTTCCAGGAGGGAGGGCTGAAGCrGGCGCTCAATGGGCAGGGGCTG 
CaGAAGGAGAAAATGGGGGlcTCTAAGA-AACTCCACGACGAGGACAAGGrCCTCCCrCCCGACT-CGACCGCGAGTTAGCCGrC 

■g p L F Y P a R F F e V L L L- F Q E G G L K L A L N G Q G . 

iG GCCACCAGCATGAACCAGCAGGCCCTGGAGCAGCTGCGGGAGCTCCGGATCAGTGGAAGTGTCCA GCTGTACrGTGTCCACTCC-GA 
5cCGGTGGlcGTACTTGGTCGTCCGGGACCTCGTCGACGCCCTCGAGGCCTAGrCACCrTCACAGGTCGAGATGACACAGGTGAGGAC 

5 A T S M N Q Q A L E Q L R E L R [ S G 5 V 0 L Y C V H S- . 

O 

^GArGGTTCCAGGAAA-ACCGCAGAAAACAAGAGTCAGCCACTCCCCAGGGCCCCACTG-CCTCCCCT CATTAAACCATCCACG^GAAC 
PCTACCAAGGTCCrrrATGGCGTCTTTTGTTCTCAGTCGGTGAGGGGTCCCGGGGTGAGAGGAGGGGAGTAATTTGGTAGGTGG^ 
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rCCAGCACATCAGGGCCTGGTTCACCTCTGGGGTCACGAGACTGAGTCTACAGGAGCT-TGGGCCTGAGGGAA GGCACAAGAGTGCAAAG 
TGGTCGTGTAGTCCCGGACCAAGTGGAGACCCCAGTGCTCTGACTCAGATGTCCTCGAAACCCGGACTCCCTTCCGTGTTCTCACGTTTC 

G-TCCrCGAACTCTGCAGCTTCCTCCACCAGGAGCCTGGGATArGGCTCCATC^GCCTTCAGGGGCTG GACTGCACTCACAGAGGCAAGT 
CAAGGAGCTfGAGACGTGGAAGGAGGTGGTCCTCGGACCCTATACCGAGGTAGACGGAAGrcCCGGACCTGACGTGAG-GTCTCCGTTCA 

GTTGTA GACTAAGAAAGATACTCCAAAATACAATGGCTTAAAGAArGTGGTCATTTATT CTTTATTATTTATTTATTTGTGGTCAAATAA 

caacatctgattgtttctaIgaggttttatgttaccgaatttcttacaccagtaaataagaaataataaataaataaacaccag-tta, I 

ATAAATAAGGTTATTTATTTAAAAAAAAAAAAAAAAAAAAAAA AAAAAAAAAAA^ 
TATTTATTCCAATAAATAAATTrTTTTrTTTTTriTTTrrTrTTTTTTTTTrTTT 
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Etecoration 'Decoration #1" : Bck residues that match the consensus named 'Consensus #2* 
exactly. 



Decoration ' Decoration #2 ' 
■Consensus #1' exactly. 



Shade (with solid black) residues that match the consensus named 
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FIGURE 5A 
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